a Standard free unbound docking with the unbound structures from the benchmark using HDOCKlite. b The accuracy of the first correct solution, represented by 1 (high), 2 (medium), 3 (acceptable), and "-" (incorrect), respectively. c The rank of the first correct solution with at least acceptable accuracy. "-" means no correct solution found. d The weakly homologous complex template used for template-based docking with HDOCK server. e The accuracy of the template-based model predicted by homology modeling with the weakly complex template, represented by 1 (high), 2 (medium), a Standard free unbound docking with the unbound structures from the benchmark using HDOCKlite. b The accuracy of the first correct solution, represented by 1 (high), 2 (medium), 3 (acceptable), and "-" (incorrect), respectively. c The rank of the first correct solution with at least acceptable accuracy. "-" means no correct solution found. d The weakly homologous complex template used for template-based docking with HDOCK server. e The accuracy of the template-based model predicted by homology modeling with the weakly complex template, represented by 1 (high), 2 (medium), 3 (acceptable), and "-" (incorrect). f The success rates for free unbound docking, HDOCK, and template-based modeling when considering the top 1 (top 10) prediction(s). a Standard free unbound docking with the unbound structures from the benchmark using HDOCKlite. b The accuracy of the first correct solution, represented by 1 (high), 2 (medium), 3 (acceptable), and "-" (incorrect), respectively. c The rank of the first correct solution with at least acceptable accuracy. "-" means no correct solution found. d The weakly homologous complex template used for template-based docking with HDOCK server. e The accuracy of the template-based model predicted by homology modeling with the weakly complex template, represented by 1 (high), 2 (medium), 3 (acceptable), and "-" (incorrect). f The success rates for free unbound docking, HDOCK, and template-based modeling when considering the top 1 (top 10) prediction(s). a Standard free unbound docking with the unbound structures from the benchmark using HDOCKlite. b The accuracy of the first correct solution, represented by 1 (high), 2 (medium), 3 (acceptable), and "-" (incorrect), respectively. c The rank of the first correct solution with at least acceptable accuracy. "-" means no correct solution found. d The weakly homologous complex template used for template-based docking with HDOCK server. e The accuracy of the template-based model predicted by homology modeling with the weakly complex template, represented by 1 (high), 2 (medium), 3 (acceptable), and "-" (incorrect). f The success rates for free unbound docking, HDOCK, and template-based modeling when considering the top 1 (top 10) prediction(s). a The PDB code of the complex template used for template-based docking to predict the assembly of subunits. b The accuracy is categorized by three parameters following the CAPRI criteria: the percentage of the native residueresidue contacts (f nat ), the ligand RMSD (L rmsd ), and the interface RMSD (I rmsd ). "***" stands for high-accuracy, "**" for medium-accuracy, "*" for acceptable accuracy, and "-" for no correct prediction, respectively.
